GenCore version 5.1.6 
Copyright (c) 1993 - 2003 Compugen Ltd. 



OM nucleic - nucleic search, using sw model 



Run on: 



September 21, 2003, 16:22:11 ; Search time 4590 Seconds 

(without alignments) 
10793.368 Million cell updates/ 



Title: 

Perfect score: 
Sequence : 



US-09-942-935-1 
1211 

1 gacaccaatccacagatgca . 



. ccaggctttgaaaagggaat 1211 



Scoring table: IDENTITY NUC 

Gapop 10.0 , Gapext 1.0 



Searched : 



2888711 seqs, 20454813386 residues 



Total number of hits satisfying chosen parameters: 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 



5777422 



Post -processing : 



Minimum Match 0% 
Maximum Match 100% 
Listing first 45 summaries 



Database 



GenEmbl : - 



1 
2 
3 
4 
5 
6 
7 
8 
9 

10 
11 
12 
13 
14 
15 
16 
17 
18 
19 
20 
21 
22 
23 
24 
25 
26 
27 



gb_ba : * 
gb_htg : * 
gb_in : * 
gb_om : * 
gb_ov : * 
gb_pat : * 
gb_jph : * 
gb_pl : * 
gb_pr : * 
gb_ro : * 
gb_sts : * 
gb_sy : * 
gb_un : * 
gb_vi : * 
em_ ba : * 
em_f un : * 
em_hum : * 
em_in : * 
em_mu : * 
em_om: * 
em_or : * 
em_ov : * 
em_pat : * 
em_ ph : * 
em_pl : * 
em_ro : * 
em sts : * 



28 


em 


un : * 


2 9 


em 


vi : * 


30 


em 


htg hum : * 


31 


em 


htq inv : * 


32 


em 


htg other : * 




em 


n l y rnu s • 


34 


em 


_htg_pln : * 


35 


em 


htg rod:* 


36 


em 


_htg_mam: * 


37 


em 


htg vrt : * 


38 


em_ 


sy : * 


39 


em 


htgo hum: * 


40 


em 


htgo mus : * 


41 


: em 


htgo other:* 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 

SUMMARIES 

o. 



Result Query 





No . 


Score 


Match 


Length 


DB 


ID 






Description 




1 


1211 


100. 


0 


1 O 1 1 

12 1 1 


6 


AX394 331 ^0 




/. AX394331 


Sequence 




2 


1211 


100 


0 


3094 00 


6 


Axi27i53e^ 




AX127153 


Sequence 






1 Z 1 1 


100. 


0 




1 


AP005283C€a8«K* 


AP oos*t3 


AP005283 


Corynebac 




4 


603 


49. 


8 


603 


6 


AX123500 eP <U-n*** 


AX123500 


Sequence 




5 


603 


49 


8 


603 


6 


BD165617 J-p fa 




BD165617 


Novel pol 


c 


6 


449 


37. 


1 


1185 


6 


AX123502 gp 






AX123502 


Sequence 


c 


7 


449 


37 


1 


1185 


6 


BD165619 






BD165619 


Novel pol 




8 


243. 6 


20 


1 


87340 


1 


AP005224 






AP005224 


Corynebac 




9 


197 


16. 


3 


951 


6 


AX123501 






AX123501 


Sequence 




10 


197 


16 


3 


951 


6 


BD165618 






BD165618 


Novel pol 




11 


96. 8 


8 


0 


1775 


1 


AF023161 






AF023161 


Mycobacte 


c 


12 


79.6 


6 


6 


1443 


6 


AR227225 






AR227225 


Sequence 




13 


79 


6 


5 


1800 


1 


MLTRTRXHP 






X87899 M 


leprae TR 




14 


79 


6 


5 


40571 


1 


MSGDNAB 






L39923 Mycobacteri 




15 


79 


6 


5 


269203 


1 


MLEPRTN10 






AL583926 


Mycobacte 




16 


77. 6 


6 


4 


300956 


1 


AE016963 






AE016963 


Coxiella 




17 


75 


6 


2 


1529 


1 


MTTRTRXGN 






X95798 M 


tuberculo 




18 


75 


6 


2 


9882 


1 


AE007194 






AE007194 


Mycobacte 




19 


75 


6 


2 


10940 


1 


AE009169 






AE009169 


Agrobacte 




20 


75 


6 


2 


11381 


1 


MTV02 8 






AL021426 


Mycobacte 




21 


75 


6 


2 


12357 


1 


AE008135 






AE008135 


Agrobacte 


c 


22 


75 


6 


2 


35336 


1 


MSGY3 67 






AD000008 


Mycobacte 




23 


73. 4 


6 


1 


278492 


1 


BX248347 






BX248347 


Mycobacte 


c 


24 


72.8 


6 


0 


7542 


1 


CBTRXB 






X75627 C 


burnetii 


c 


25 


72. 6 


6 


0 


49617 


6 


AX067453 






AX067453 


Sequence 




26 


71.8 


5 


9 


2556 


1 


AF009622 






AF009622 


Listeria 


c 


27 


71.8 


5 


9 


324050 


1 


AL591983 






AL591983 


Listeria 


c 


28 


71 . 8 


5 


9 


349980 


6 


AX641672 






AX641672 


Sequence 




29 


71 


5 


9 


3075 


6 


AX064225 






AX064225 


Sequence 




30 


71 


5 


9 


3075 


6 


AX064311 






AX064311 


Sequence 




31 


70.2 


5 


8 


4900 


1 


AF418548 






AF418548 


Mycobacte 


c 


32 


68.8 


5 


7 


11790 


1 


AE011835 






AE011835 


Xanthomon 


c 


33 


68.6 


5 


7 


977 


6 


AX416278 






AX416278 


Sequence 



GenCore version 5.1.6 
Copyright (c) 1993 - 2003 Compugcn Ltd. 



OM nucleic - nucleic search, using sw model 

Run on: September 21, 2003, 16:21:16 ; Search time 390 Seconds 

(without alignments) 
8382.101 Million cell updates/sec 

Title: US-09-94 2-935-1 

Perfect score: 1211 

Sequence : 1 gacaccaatccacagatgca ccaggctttgaaaagggaat 1211 



Scoring table: IDENTITY_NUC 

Gapop 10.0 , Gapext 1.0 



Searched : 



2552756 seqs, 1349719017 residues 



Total number of hits satisfying chosen parameters: 



5105512 



Minimum DB seq length: 
Maximum DB seq length: 



2000000000 



Post -processing : 



Database 



Minimum Match 01 
Maximum Match 100% 
Listing first 45 summaries 

N Geneseq 19Jun03: * 



1 
2 
3 
4 
5 
6 
7 
8 
9 

10 
11 
12 
13 
14 
15 
16 
17 
18 
19 
20 
21 
22 
23 
24 
25 



/SIDSl/gcgdata/geneseq/geneseqn 
/S I DS 1/gcgdat a/gene seq/ geneseqn - 
/SIDSl/gcgdata/geneseq/geneseqn 
/SIDS1 /gcgdata /gene seq/ geneseqn- 
/S I DS 1 /gcgdat a /gene seq/ geneseqn 
/SIDSl/gcgdata/geneseq/geneseqn 
/SIDS1 /gcgdat a /gene seq/ geneseqn 
/SI DS 1/gcgdat a /gene seq/ ge neseqn- 
/S IDS 1 /gcgdata /gene seq/ geneseqn 
/SIDSl/gcgdata/geneseq/geneseqn 
/SIDSl/gcgdata/geneseq/geneseqn 
/SIDSl/gcgdata/geneseq/geneseqn 
/SIDSl/gcgdata/geneseq/geneseqn 
/SIDSl/gcgdata/geneseq/geneseqn 
/SIDSl/gcgdata/geneseq/geneseqn 
/SIDSl/gcgdata/geneseq/geneseqn 
/SIDSl/gcgdata/geneseq/geneseqn 
/SIDSl/gcgdata/geneseq/geneseqn 
/SIDSl/gcgdata/geneseq/geneseqn 
/SIDSl/gcgdata/geneseq/geneseqn 
/SIDS1 /gcgdat a /gene seq /geneseqn 
/SIDSl/gcgdata/geneseq/geneseqn 
/SIDSl/gcgdata/geneseq/geneseqn 
/SIDSl/gcgdata/geneseq/geneseqn 
/SIDSl/gcgdata/geneseq/geneseqn 



embl /NAl 98 0. DAT 
embl/NAl981 . DAT 
embl/NAl 982 . DAT 
embl /NAl 98 3, DAT 
embl /NAl 98 4 . DAT 
embl /NAl 98 5. DAT 
embl /NAl 98 6. DAT 
embl /NAl 987 . DAT 
embl /NAl 988 . DAT 
-embl /NAl 98 9. DAT 
embl/NAl 990. DAT 
embl /NAl 9 91. DAT 
-embl /NAl 992. DAT 
-embl /NAl 9 9 3. DAT 
embl/NAl994 . DAT 
embl/NAl995 . DAT 
embl /NAl 996 . DAT 
embl/NAl 997 . DAT 
■embl /NAl 998 . DAT 
embl/NAl 999 . DAT 
embl /NA2 000 , DAT 
embl /NA2 001A.DAT 
embl /NA200 IB . DAT 
■embl /NA2 002 . DAT : 
-embl /NA2003 . DAT : 



Prod. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 



and is derived by analysis of the total score dis tribut ion . 
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c 


34 
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c 


35 


59.2 


4 . 


9 


349980 


24 
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Bifidobacterium lo 




36 


58.8 


4 . 


9 
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24 
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Listeria innocua c 
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37 
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9 
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Listeria innocua D 
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N. gonorrhoeae nuc 
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DNA encoding novel 
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Staphylococcus aur 
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c 


44 


55 


4 . 


5 


1286 


23 


ABK43473 




DNA encoding novel 




45 


55 


4 . 


5 


3822 


23 


AAS94485 




DNA encoding novel 



ALIGNMENTS 



GenCore version 5.1.6 
Copyright (c) 1993 - 2003 Compugon Ltd. 



OM nucleic - nucleic search, using sw model 
Run on: 



Title: 

Perfect score: 
Sequence : 



September 21, 2003, 16:22:51 / Search time 2883 Seconds 

(without alignments) 
10209.060 Million cell updates/ 

US-09-942-935-1 
1211 

1 gacaccaatccacagatgca ccaggctttgaaaagggaat 1211 



Scoring table: IDENTITY_NUC 

Gapop 10.0 , Gapext 1.0 

Searched: 22781392 seqs, 12152238056 residues 

Total number of hits satisfying chosen parameters: 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 



45562784 



Database : 



EST: * 



1 
2 
3 
4 
5 
6 
7 
8 
9 

10 
11 
12 
13 
14 
15 
16 
17 
18 
19 
20 
21 
22 
23 
24 
25 
26 
27 
28 



em_estba : * 
em_esthum: * 
em_estin : * 
em_estmu : * 
em_es tov : * 
em_estpl : * 
em_estro : * 
em_htc: * 
gb_est 1 : * 
gb_est2 : * 
gb_htc: * 
gb_est 3 : * 
gb_est 4 : * 
gb_est 5 : * 
em_est f un : * 
em_estom : * 
em_gss_hum: * 
em_gss_inv : * 
em_gss_pln : * 
em_gss_vrt : * 
em_gss_f un : * 
em_gss_mam: * 
em_gss_mus : * 
em_gss_pro : * 
em_gss_rod: * 
em_gss_phg : * 
em_gss_vr 1 : * 
gb_gssl : * 



29: gb_gss2:* 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 

SUMMARIES 

% 

Result Query 
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nr > 0 ^ 1 OOO mt~ 'Os/lCi — 'OOT 

BE321909 NF045F02I 


c 26 


60 


5 


.0 


571 


9 


AW 65 0215 


AW 650215 EST328669 


27 


59.2 


4 


. 9 


345 


10 


BE920457 


BE920457 EST424226 


28 


59 . 2 


4 


.9 


521 


10 


BG589427 


BG589427 EST497269 


29 


59.2 


4 


. 9 


531 


10 


BE920949 


BE920949 EST424718 


30 


59.2 


4 


. 9 


756 


10 


BG600533 


BG600533 EST505428 


31 


59 


4 


. 9 


582 


14 


CA655448 


CA655448 wlmO.pkOO 


32 


57.8 


4 


.8 


615 


12 


BQ045955 


BQ045955 EST595073 


33 


57.2 


4 


.7 


240 


9 


AV628019 


AV628019 AV628019 


34 


56. 6 


4 


.7 


446 


9 


AV631626 


AV631626 AV631626 


35 


55 


4 


.5 


471 


12 


BI943760 


BI943760 sa35d07.y 


36 


55 


4 


.5 


600 


12 


BI946183 


BI946183 svl3d08.y 


c 37 


54 . 6 


4 


.5 


706 


14 


CA918869 


CA918869 EST636587 


38 


54.2 


4 


. 5 


907 


29 


BZ555070 


BZ555070 pacsl-60_ 


39 


53 . 8 


4 


,4 


831 


14 


CB676820 


CB676820 0SJNEel3E 


c 40 


53. 6 


4 


. 4 


524 


29 


CC338816 


CC338816 0GUA091TV 


c 41 


53. 6 


4 


.4 


597 


29 


CC330971 


CC330971 OGSAB30TV 


42 


53. 6 


4 


. 4 


610 


29 


CC336857 


CC336857 0GUA091TH 


c 4 3 


53. 4 


4 


.4 


613 


28 


BH879728 


BH879728 ht48d06.b 


44 


52.8 


4 


.4 


436 


10 


BE922916 


BE922916 EST426685 


45 


52. 6 


4 


.3 


499 


10 


BG739547 


BG739547 EMI 82 CO 



GenCore version 5.1.6 
Copyright (c) 1993 - 2003 Compugen Lid. 



OM nucleic - nucleic search, using sw model 

Run on: September 21, 2003, 16:24:01 ; Search time 91 Seconds 

{without alignments) 
5873.791 Million cell updates/sec 

US-09-942-935-1 
1211 

1 gacaccaatccacagatgca ccaggct t tgaaaagggaat 1211 



Title: 

Perfect score: 
Sequence : 



1139956 



Scoring table: IDENTITY_NUC 

Gapop 10.0 , Gapext 1.0 

Searched: 569978 seqs, 220691566 residues 

Total number of hits satisfying chosen parameters: 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 

Database : Issued_Patents_NA: * 

1 : /cgn2_6/ptodata/2/ina/5A_COMB. seq: * 

2 : /cgn2_6/ptodata/2/ina/5B__COMB. seq: * 

3 : /cgn2_6/ptodata/2/ina/6A~COMB. seq: * 

4 : /cgn2_6/ptodata/2/ina/6B_COMB.seq: * 

5 : /cgn2_6/ptodata/2/ina/PCTUS_COMB. seq : * 

6 : /cgn2_6 /ptodat a/2 /ina /back f ilesl .seq: * 

Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 

SUMMARIES 



Result 
No. 


Score 


Query 
Match 


Length 


DB 


ID 


Descript ion 


c 1 


79.6 


6 


6 


1443 


4 


US-09-221-017B-685 


Sequence 685, App 


2 


75 


6 


2 


4403765 


3 


US-09-103-840A-2 


Sequence 2, Appl 


3 


75 


6 


2 


4411529 


3 


US-09-103-840A-1 


Sequence 1, Appl 


4 


63.2 


5 


2 


600 


4 


US-09-252-991A-14870 


Sequence 14870, A 


c 5 


63.2 


5 


2 


666 


4 


US-09-252-991A-14492 


Sequence 14492, A 


6 


62.6 


5 


2 


972 


4 


US-0 9-252-991A-1327 8 


Sequence 13278, A 


c 7 


62. 6 


5 


2 


1413 


4 


US-09-252-991A-12680 


Sequence 12680, A 


8 


61.2 


5 


1 


264 


4 


US-09-134-001C-2660 


Sequence 2660, Ap 


9 


60.2 


5 


0 


966 


4 


US-09-540-014-27 


Sequence 27, Appl 


10 


55 


4 


5 


954 


4 


US-09-328-352-3988 


Sequence 3988, Ap 


c 11 


51.8 


4 


3 


1830121 


4 


US-09-557-884-1 


Sequence 1, Appl 



GenCore version 5.1.6 
Copyright (c) 1993 - 2003 Compugen Ltd. 



OM nucleic - nucleic search, using sw model 



Run on: 



September 21, 2003, 



18:35:57 ; Search time 340 Seconds 
(without alignments) 
8761.649 Million cell updates/sec 



Title : 

Perfect score: 
Sequence : 



US-09-942-935-1 
1211 

1 gacaccaat ccacagatgca . 



, ccaggctttgaaaagggaat 1211 



Scoring table: IDENTITY_NUC 

Gapop 10.0 , Gapext 1.0 



Searched : 



1660708 seqs, 122995901b residues 



Total number of hits satisfying chosen parameters: 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Minimum Match 0% 

Maximum Match 10 0% 
Listing first 45 summaries 



3321416 



Database : 



Published_Applications NA: * 

/cgn2__6/ptodata/l/pubpna/US07_PUBCOMB. seq: * 
/cgn2_6/ptodata/l/pubpna/PCT_NEW_PUB. seq: * 
/cgn2_6/ptodata/l/pubpna/US06_NEW_PUB. seq: * 
/cgn2_6/ptodata/l/pubpna/US0 6_PUBCOMB. seq: * 
/cgn2_6/ptodata/l/pubpna/US07_NEW_PUB. seq: * 
/cgn2_6/ptodata/l/pubpna/PCTUSJPUBCOMB. seq: * 
/cgn2_6/ptodata/l/pubpna/US08_NEW_PUB. seq: * 
/cgn2_6/ptodata/l/pubpna/US08_PUBCOMB. seq: * 
/cgn2_6/ptodata/l/pubpna/US09A_PUBCOMB. seq: * 
/cgn2_6/ptodata/l/pubpna/US0 9B_PUBCOMB. seq: 
/cgn2_6/ptodata/l/pubpna/US09C_PUBCOMB. seq: 
/cgn2_6/ptodata/l/pubpna/US09_NEW_PUB . seq : * 
/cgn2_6/ptodata/l/pubpna/US10A_PUBCOMB. seq: 
/cgn2_6/ptodata/l/pubpna/US10B_PUBCOMB.seq: 
/cgn2_6/ptodata/l/pubpna/US10_NEW_PUB. seq: * 
/cgn2_6/ptodata/l/pubpna/US60_NEW_PUB. seq: * 
/cgn2_6/ptodata/l/pubpna/US60_PUBCOMB . seq : * 



1 
2 
3 
4 
5 
6 
7 
8 
9 

10 
11 
12 
13 
14 
15 
16 
17 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 



SUMMARIES 

% 

Result Query 





LnO . 


S co ire 


Match 




UD 


t n 

1 u 


Description 




J. 


19 11 


100 


.0 


19 11 
X z X X 


i n 


TiQ — HQ — qao — am — 1 

Uj U7 7JJ 1 

rjs-n 9-718-62 6-1 ^4+4$ 

U iJ \J ~J /JO U Z. OX ^ 


Sequence 


1, Appli 




9 
z 


1211 

L Z X X 


100 


.0 


1109400 

J JU J4 UU 


i n 

J. u 


auAr Sequence 


s 1, Appl. 




j 


fioi 


49 


.8 


fio i 

D U J 


i n 

X U 


nq-OQ-Tlft-fi^fi-^ 1 ^ 

Uu Uj7 / JO DZvJ J4 iU 


Sequence 


3416, Ap 


c 


A 

4 


4 4 9 

4 T ^ 


37 


. 1 


1 1 ft s 

.1 L O J 


i n 

_L U 


nc_nQ-7ift-fi9fi-i4Tft 

UO U_7 ' JO UZU J*i iO 


Sequence 


3418, Ap 






1 97 


16 


.3 


9 R 1 

J J X 


i n 

-L U 


r]c_n9-71ft-fi9fi-14 1 7 


Sequence 


3417, Ap 




fi 


7 Q 
/ j 


6 


.5 


1 777 


1 9 
X z 


tiq-1 n-ni9-9m r-^h 

Uj XUwOZZUlO JU 


Sequence 


50, Appl 




7 


7 9 


6 


. 5 


4 99 9 

4 .7 Z Z 


1 9 
x z 


r]q_i n-ni9-9m R-in 

UO 1U UJZ ZU-LD JU 


Sequence 


30, Appl 


c 


Q 
O 


fi 1 fi 
o j • o 


5 


. 3 


S 9 9ft 


i n 

X U 


nc_f)Q-n7n-Q97 A-1 1 Q 
UO U_7 u/u r? z / 1\ Xl^ 


Sequence 


119, App 




Q 


fi9 9 
U Z . z 


5 


. 1 


J J. J. 


i n 

_L U 


nc_nQ_Q74_7no-fi9ft i: ) 


Sequence 


6285, Ap 




i o 

1 u 


fio r 


5 


.0 


i fioft 

1DUO 


i n 

1 u 


nc_nQ-Qlft-P4 9A-9 199 

Uo "JO O t ZJZZ 


Sequence 


2322, Ap 




1 1 

_L X 


fio 4 

V V • T 


5 


.0 


9 fi Q 

_7 U .7 


1 4 

1 4 


nq-1 0-1 Sfi-7fil-49ftQ 

UO X U 1JO / Dl 4 Z, 0 J 


Sequence 


4289, Ap 




1 9 
X Z 


fi0 4 

O U . 4 


5 


. 0 


QD 9 S fifl ft 


1 4 

X 4 


nc-i o-i sfi-7fii -i 

UO XU J.JO /UX X 


Sequence 


: 1, Appl. 




X J 


60 . 2 


5 


.0 


9fifi 
J U U 


1 9 

_L Z 


[]Q-1 0-0 91 - ft 4 1 - 97 

UO XU UjX 04X z/ 


Sequence 


27, Appl 




1 4 


60.2 


5 


.0 


966 


12 


nc_i 0-019-9m R-4 4 

UO .1 U UJZ ZUXO 44 


Sequence 


44, Appl 




X J 


S fi 4 


4 


. 7 


91fi 

.7 .J U 


1 n 

-L U 


TT9-09-Q9S-fil7-i 1 

UO U!7 Z> /L 3 UJ' j-J 


Sequence 


13, Appl 




1 fi 

J. u 


S fi 4 

J U . 4 


4 


. 7 


9 1 fi 

y J u 


1 4 

X 4 


f]c_i 0-0ft4-90S-1 1 

UO XU U04 ZUJ -L J 


Sequence 


13, Appl 




17 


S fi 4 

J U • 4 


4 


.7 


i ior 6 

J. J u o u 


P 

o 


[Tq_oft-7ft1-9ftfiA-1 fi 

UO UO /OX jOU/^ XU 


Sequence 16, Appl 




1 8 


55 


4 


. 5 


711 


1 4 


nq-1 0-1 Sfi-7fi"! - 49ft7 

UO XU XJU /UX 4ZO/ 


Sequence 


4287, Ap 




1 9 


S1 ft 


4 


.3 


i ft in 1 9 1 

X O J U X Z _L 


1 4 

X 4 


[tq_i 0-199-9fi0-1 

UO L V JZ.7 _7UU X 


Sequence 


! 1, Appl. 




z u 


S 1 9 


4 


.2 


1 Qn94 

J. Z? U Z 4 


i n 

-L U 


TTQ-09-070-997A-1 79 

UO UI7 U/U _7Z/rl X/j 


Sequence 


179, App 




9 1 

z X 


S 1 9 
j x . z 


4 


.2 


n fip i 


1 n 

1 u 


UO 1)7 / 7QO X 


Sequence 


1, Appli 




22 


50 . 6 


4 


.2 


1021 


1 9 
X z 


ric_i O-lOfi-9 99-94 

UO XU JUU Z.7Z Z4 


Sequence 


24, Appl 




9 1 

Z J 


4 ft 

4 O 


4 


.0 


19 4 Q 

J Z 4 _7 


i n 


nq_09-71«_fi9fi — Id 1 A 

Uo Ul? /JO DzO J414 


Sequence 


3414, Ap 




24 


4 7 4 

4 ' > 4 


3 


.9 


99S 

-7 17 J 


1 9 

J. z 


TjQ-1 0-091 - ft 4 1 -1 0 

UO -LU U_?X 04 1 ±U 


Sequence 


10, Appl 




2 5 


4 7 4 

4 ' • 4 


3 


. 9 


99S 

Z? _7 J 


1 9 
± z 


nq_i 0-091 -fi 4 1 -91 

UO XU U./X 04X ZJ 


Sequence 


23, Appl 




2 6 


4 S 4 

4 .J • 4 


3 


. 7 


S7 9 

J / -7 


1 n 

X u 


nq_09-7 1ft-fi9fi-9ft4 

UO Uj /JO OZu Z04 


Sequence 


284, App 




z / 


4 ^ 4 

4 J > 4 


3 


. 7 


1 1 HQ 

i -L U .7 


i n 

1 u 


nq_09-Q4 1 -QlfiA-1 
Uo U y z7 4 1 y j Dn L 


Sequence 


1, Appli 


c 


9 ft 
z o 


4 £| 4 
4 J . 4 


3 


. 7 


1 1 n q 4 n n 


i n 

1 u 


Iiq_0Q — 71ft-fi9fi-1 


Sequence 


■ 1, Appl: 




29 


4 3 


3 


. 6 


1560 


1 9 

-L Z 


nq_l 0-10fi-9 99-9fi 

UO -LU JUU Z_7Z ZU 


Sequence 


26, Appl 




10 

J u 


4 9 4 

4 Z. . 4 


3 


. 5 


91 9 

_7 X Z 


1 n 


nq_09-Q7 4 -100—1 Q77 

UO U 7 J / H JUU 17 / / 


Sequence 


1977, Ap 




1 1 

J X 


4 9 9 


3 


.5 


i no 


i n 

x u 


nq_09-QlR-7R7— 1 
Uo uj jjj/j/ 1 


Sequence 


1, Appli 




32 


4 9 9 


3 


. 5 


9 n r fi 

Z *J O \J 


i n 

1 u 


rjq_09-QlS-7 t: i7-S 

UO U_? JjJ /J/ J 


Sequence 


5, Appli 




11 
j j 


4 9 

4 Z 


3 


.5 


1 ft 4 ft 

J. O 4 0 


1 4 


riC-1 Pl-1 ^^ — 7(^1 — 7999 
Uo 1U XjD/D1/zz/ 


Sequence 


7222, Ap 




34 


41.2 


3 


. 4 


8 37 


1 4 


riq-1 0-1 ft4-fi44-4S4 

UO XU X04 U44 4J4 


Sequence 


4 54, App 


c 


35 


41.2 


3, 


. 4 


837 


14 


US-10-184-634-454 


Sequence 


4 54, App 




36 


40.8 


3 


. 4 


10809 


12 


US-09-960-858-7 


Sequence 


7, Appli 




37 


40.8 


3 


. 4 


10809 


12 


US-09-960-870-7 


Sequence 


7, Appli 




38 


40.2 


3 


.3 


639 


10 


US-09-738-626-1241 


Sequence 


1241, Ap 




39 


40 


3, 


.3 


1122 


14 


US-10-128-714-7016 


Sequence 


7016, Ap 




40 


37.8 


3, 


. 1 


580073 


12 


US-10-205-220-1 


Sequence 


1, Appli 




41 


37. 6 


3, 


. 1 


1518 


10 


US-09-738-626-208 


Sequence 


20 8, App 




42 


37. 4 


3 


. 1 


1272 


14 


US-10-128-714-6016 


Sequence 


6016, Ap 




43 


37. 4 


3 


. 1 


2966 


14 


US-10-128-714-16 


Sequence 


16, Appl 




44 


37. 4 


3, 


. 1 


3272 


14 


US-10-128-714-5016 


Sequence 


5016, Ap 




45 


37.2 


3, 


. 1 


240 


9 


US-09-294-093B-4182 


Sequence 4182, Ap 



ALIGNMENTS 



RESULT 1 
US-09-942-935-1 



GenCore version 5.1.6 
Copyright (c) 1993 - 2003 Compugen Ltd. 



OM nucleic - nucleic search, using sw model 



Run on : 



Title: 



Searched: 
Word size 



September 21, 2003, 19:47:42 ; Search time 4589 Seconds 

(without alignments) 
10795.720 Million cell updates/ 

US-09-942-935-1 



Perfect score: 1211 
Sequence : 

Scoring table: 



1 gacaccaatccacagatgca ccaggct 1 1 gaaaagggaat 1211 

OLIGO_NUC 
Gapop 60.0 , Gapext 60.0 

2888711 seqs, 20454813386 residues 

0 



Total number of hits satisfying chosen parameters: 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Listing first 4b summaries 



5777422 



Database : 



GenEmbl : * 

1 : gb__ba : * 

2: gb_htg:* 

3: gb_in:* 

4 : gb_om: * 

5: gb_ov:* 

6: gb_pat:* 

7: gb_ph:* 

8: gb_pl:* 

9: gb_pr:* 
10: gb_ro:* 
11: gb_sts: + 
12: gb_sy:* 
13: gb_un:* 
14 : gb_vi : * 
15 : em_ba : * 
1 6 : em_f un : * 
17: em_hum : * 
18: em_in:* 
1 9 : em_mu : * 
2 0 : em_om : * 
2 1 : em_or : * 
22 : em_ov : * 
23: em__pat : * 
24: em_ph:* 
25 : em_pl : * 
26 : em_ro : * 
27 : em sts : * 



9 Q 
Z O 


em 


un i * 


9 Q 

z y 


em 


vi : * 


o U 


em 


n eg num . 


i 


em 


htg inv : * 


7 0 

j£ 


em 


n u g ol ne r . 


33 


em 


htg mus i * 


34 


em 


htg_pln : * 


35 


em 


htg rod: * 


36 


em 


htg mam : * 


37 


em_ 


htg vrt : * 


38 


em 


sy : * 


39 


em 


htgo hum:* 


40 


em 


htgo mus : * 


41 


em_ 


htgo_ other : * 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 

SUMMARIES 

% 

Result Query 







Score 


Match 


Length 


PiD 


ID 


Description 




1 
1 


19 11 
1 Z 1 1 


100. 


0 


19 11 
1 Z 1 1 


0 


AX394331 ^ 


AX394331 


Sequence 




o 

z 


i i i i 
12 11 


100. 


0 


ju y 4 UU 


r 
0 


AX127153 ePUOZWO 


AX127153 


Sequence 




•3 


19 11 

1 Z 1 1 


100. 


0 


3 Z J D J ± 


1 


AP0C5283 Ge/\fi*A* /*/° <X>S**3 AP00528 3 


Corynebac 




4 


603 


49. 


8 


603 


6 


AX123500 


AX123500 


Sequence 




5 


603 


49. 


8 


603 


6 


BD165617 


BD165617 


Novel pol 


c 


6 


449 


37. 


1 


1185 


6 


AX123502 


AX123502 


Sequence 


c 


7 


449 


37. 


1 


1185 


6 


BD165619 


BD165619 


Novel pol 




8 


197 


16. 


3 


951 


6 


AX123501 


AX123501 


Sequence 




9 


197 


16. 


3 


951 


6 


BD165618 


BD165618 


Novel pol 




10 


71 


5. 


9 


3075 


6 


AX0 64 225 ?o/*yt/uS wo 


AX064225 


Sequence 




11 


71 


5. 


9 


3075 


6 


AX064311 


AX06431] 


Sequence 




12 


48 


4 . 


0 


3249 


6 


AX123498 


AX123498 


Sequence 




13 


48 


4 . 


0 


3249 


6 


BD165615 


BD165615 


Novel pol 


c 


14 


22 


1. 


8 


191301 


2 


BX323582 


BX323582 


Danio rer 


c 


15 


21 


1. 


7 


3506 


6 


AX319470 


AX319470 


Sequence 




16 


21 


1. 


7 


144699 


2 


AC125881 


AC125881 


Rattus no 


c 


17 


21 


1 . 


7 


153841 


2 


AC091527 


AC091527 


Trypanoso 




18 


21 


1 . 


7 


157848 


10 


AC091712 


AC091712 


Rattus no 




19 


21 


1. 


7 


168843 


2 


AC091711 


AC091711 


Rattus no 


c 


20 


21 


1 . 


7 


196904 


2 


AC113217 


AC113217 


Rattus no 


c 


21 


21 


1 . 


7 


211624 


10 


AC114817 


AC114817 


Mus muscu 




22 


21 


1 . 


7 


242400 


2 


AC096829 


AC096829 


Rattus no 




23 


21 


1. 


7 


247946 


2 


AC133092 


AC133092 


Mus muscu 




24 


21 


1. 


7 


252376 


2 


AC105580 


AC105580 


Rattus no 


c 


25 


21 


1. 


7 


271432 


2 


AC095563 


AC095563 


Rattus no 




26 


20 


1. 


7 


1302 


6 


AX413806 


AX413806 


Sequence 




27 


20 


1. 


7 


2734 


8 


ARU421692 


AJ421692 


Anaptychi 


c 


28 


20 


1 . 


7 


3010 


1 


AF105341 


AF105341 


Listeria 


c 


29 


20 


1 . 


7 


37533 


3 


CBRG36C02 


AC084560 


Caenorhab 


c 


30 


20 


1. 


7 


75650 


2 


AC018145 


AC018145 


Drosophil 




31 


20 


1. 


7 


87340 


1 


AP005224 


AP005224 


Corynebac 




32 


20 


1 . 


7 


102842 


10 


AL671903 


AL671903 


Mouse DNA 


c 


33 


20 


1. 


7 


105466 


2 


AL3 5 62 81 


AL356281 


Homo sapi 



GonCore version 5.1.6 
Copyright (c) 1993 - 2003 Compugen Ltd. 



OM nucleic - nucleic search, using sw model 
Run on: 



Title: 

Perfect score: 
Sequence : 

Scoring table: 



Searched : 
Word size 



September 21, 2003, 18:38:12 ; Search time 390 Seconds 

(without al ignments ) 
8382.101 Million cell updates/sec 

US-09-942-935-1 
1211 

1 gacaccaatccacagatgca ccaggctttgaaaagggaat 1211 

OLIGO_NUC 

Gapop 60.0 , Gapext 60.0 
2552756 seqs, 1349719017 residues 
0 



Total number of hits satisfying chosen parameters: 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Listing first 45 summaries 

Database : N_Geneseq_l 9 Jun03 : * 

1 : /SIDSl/gcgdata/genescq/geneseqn 

2 : /SIDSl/gcgdata/geneseq/geneseqn 

3 : /SIDSl/gcgdata/geneseq/geneseqn 

4 : /SIDS1/ gcgdata / gene seq/ gene seqn 

5 : /SIDS1/ gcgdata/geneseq/geneseqn- 

6 : /S IDS 1/gcgdat a/genes eq/ gene seqn- 

7 : /SIDSl/gcgdata/geneseq/geneseqn- 

8 : /SIDSl/gcgdata/geneseq/geneseqn 

9 : /SIDSl/gcgdata/geneseq/geneseqn 

10: /SIDS1 / gcgdata /genes eq/ gene seqn 

11: /SIDSl/gcgdata/ gene seq/ gene seqn 

12 : /SIDSl/gcgdata/geneseq/geneseqn 

13 : /SIDSl/gcgdata/geneseq/geneseqn 

14 : /SIDSl/gcgdata/geneseq/geneseqn 

15 : /SI DS1 /gcgdata/ gene seq/ gene seqn 

16 : /SIDSl/gcgdata/geneseq/geneseqn 

17: /SIDS1 / gcgdata /gene seq /gene seqn 

18 : /SIDSl/gcgdata/geneseq/geneseqn 

19 : /SIDS1 /qcqdata/qeneseq/qeneseqn 

20: /SIDS1 / gcgdata/geneseq/geneseqn 

21 : /SIDSl/gcgdata/geneseq/geneseqn 

22 : /SIDS1 /gcgdata/geneseq/geneseqn 

23 : /SIDSl/gcgdata/geneseq/geneseqn 

24 : /SIDSl/gcgdata/geneseq/geneseqn 

25 : /STDS1 /gcgdata/geneseq/geneseqn 



5105512 



embl/NAl 980 . DAT 
embl/NA1981 . DAT 
embl/NAl 982 . DAT 
embl/NAl 983. DAT 
embl/NAl 984 . DAT 
embl/NAl 985 . DAT 
embl/NAl 98 6. DAT 
embl/NAl 987 . DAT 
embl/NAl 98 8 . DAT 
embl/NAl 98 9. DAT 
embl /NA1 990 . DAT 
embl/NAl991 . DAT 
embl/NA1992 . DAT 
embl /NA1 993 . DAT 
embl/NA1994 .DAT 
embl/NAl 995 . DAT 
-embl/NA1996 . DAT 
embl/NAl 997 .DAT 
-embl/NA1998 .DAT 
-embl /NA1999 . DAT 
-embl/NA2000 . DAT 
-embl/NA2001A. DAT 
emb 1 / NA2 0 0 1 B . DAT 
embl/NA2002 . DAT: 
embl /NA2 00 3. DAT: 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 



and is derived by analysis of the total score distribution. 



SUMMARIES 

I 

Result Query 

No. Score Match Length DB ID Description 
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Q 
y 


7 1 


c; 

D , 


Q 

, y 


JU / J 


9 9 
Z Z 


AAIT79ri/l Q 
/■lH. r / Z U 4 y 


Cor ynebac t e r i uui gl 




1 u 


A ft 
4 o 


A 

4 , 


n 


9 9 A Q 

j z 4 y 


9 7 
Z Z 


AAU^Q97Q 


C glutaruicum codin 


c 




9 1 
Z 1 


-1 

1 , 


7 


9 Pi £ 
J D U D 


7 /I 

z 4 


t\J\L D 4 i y O 


Kat OKrzaipna rece 




1 9 
1 z 


90 

Z \J 


1 

X , 


7 


9 ft 
Z 0 


9 4 

Z H 


A AT 4 9 9 Rft 


LoryneDatLcriuin gx 


c 


1 9 


9 f) 
z u 


1 

1 . 


7 


9 ft 

Z 0 


9 4 
Z 


AAT 499 C ^Q 

/-wt.j.j4 z o o y 


to r yneoa c l e n urn gx 




X 4 


9 n 

z. u 


1 

1 . 


7 


1 9,09 


9 4 

Z 4 


ARf"l£7 Qft 4 


T t 't - ^ >" n ^ m t~* \ r t - n 

lid id iinjjujcyLoy 


c 


1 R 
1 0 


9 n 
z u 


1 . 


7 


H O U 1 


7 9 
Z J 


ADT 791 QO 


Drosophila melanog 




1 o 


9 n 
z u 


1 

1 , 


7 


1 Q ft 1 £ 1 


9 /l 
Z ^ 


HorvO J D D 4 


Human cDNA differe 


c 


1 7 


9n 
z u 


1 

X « 


7 


9 Q A A R 9 ft 


9 4 
Z H 


APA 0 9 H 4 1 


Lisierid iiionocyuog 


c 


X O 


1 Q 


1 

X . 


a 

, 0 


i 7 n q 


1 ft 
X 0 


A A T ft A 1 4 c i 


jjlnh. encouxng one u 


Q 


1 9 


1 9 


1 

X , 


a 

, u 


i 7 n q 


1 Q 

X -7 


AAVS 94 ft ft 
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1 Q 


1 

X 4 


a 

, o 
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Z. J U / 


9 9. 
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1 Q 

i y 
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^ 9 7 Q 


7 /I 
Z <i 
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Hd^d / U z / 


Human angiogenesis 




9 9 

z z. 


1 Q 

X _7 


1 

J. . 


, D 


6^7 ft 


9 4 
Z H 


ART 99176 
nDL j Z X / D 


nuiuan j-iixniuiie bysx_e 




9 9 
z o 




1 

X . 


, 0 




9 1 
Z X 


AAAftl 47Q 
rtr\>iO X '] / y 


N. meningitidis pa 


c 


9 A 

Z 4 


1 Q 


1 

1 . 


. 0 


9 4 Q Qft H 


9 1 
Z X 


/i/\r Z X D U / 


Neisseria meningit 


c 


z 0 


1 Q 
1 y 


1 . 


. t> 


1 4 9 7 £ £ ft 


7 1 
Z 1 


AiiAo 1 4 y U 


N. meningitidis B 




Z 0 


1 Q 


1 

1 . 


c 

. D 


9 Q 9 


7 1 
Z 1 


AALz o U / z 


Human secreted pro 


c 


9 7 
Z / 


1 ft 


1 


c. 
. 0 


d u y 


7 9 
Z -J 


A T9\7/l Q Q £ 9 

ml5 v 4 y y d o 


Human prostate exp 




7 Q 
Z O 


1 Q 

X O 


1 


c 
. 3 


q £ n 
obU 


7 /I 

z! 4 


ABCJo z. b D z 


Oligonucleotide fo 


c 


9 Q 

z y 


1 ft 
1 0 


1 . 


(Z 

. 0 


q ^ n 
obU 


7 /I 

z: 4 


/ioyDz bo j 


Oligonucleotide fo 




9 i7 


1 0 


1 . 


c 

. 0 


1 u u u 


Z 4 


Aby / 4 y j y 


Mouse bHLH transcr 




31 


18 


1. 


, 5 


1052 


21 


AAC47957 


Arabidopsis thalia 




32 


18 


1. 


, 5 


1128 


21 


AAC44002 


Arabidopsis thalia 




33 


18 


1 . 


.5 


1234 


24 


ABQ41370 


Oligonucleotide fo 


c 


34 


18 


1 . 


.5 


1234 


24 


ABQ41371 


Oligonucleotide fo 




35 


18 


1. 


.5 


1933 


17 


AAT43282 


Coding sequence fo 




36 


18 


1. 


.5 


2069 


15 


AAQ77860 


ATP-sensitive K ch 




37 


18 


1. 


, 5 


2644 


23 


ABL09867 


Drosophila melanog 




38 


18 


1 . 


, 5 


6020 


24 


ABN79993 


Human chemically rn 




39 


18 


1. 


.5 


6096 


23 


ABL09866 


Drosophila melanog 


c 


40 


18 


1. 


.5 


6170 


24 


ABQ93471 


Human cDNA SEQ ID 


c 


41 


18 


1. 


.5 


7369 


25 


ABZ09879 


Human 5 1 and/or re 




42 


18 


1 . 


, 5 


10207 


24 


ABQ74941 


Mouse bHLH transcr 


c 


43 


18 


1. 


5 


11460 


24 


AAD38805 


C0DR1 ORF from ric 




44 


18 


1 . 


5 


16738 


22 


AAK70864 


Human immune /haema 




45 


18 


1 . 


5 


69300 


24 


AAD38804 


BAC clone E2P5 fro 



ALIGNMENTS 



GenCore version 5.1.6 
Copyright (c) 1993 - 2003 Compugen Ltd. 



OM nucleic - nucleic search, using sw model 
Run on : 



Title: 

Perfect score: 
Sequence : 



September 21, 2003, 19:50:52 ; Search time 2884 Seconds 

(without alignments) 
10205.520 Million cell updates/sec 

US-09-942-935-1 
1211 

1 gacaccaatccacagat gca ccaggct t tgaaaagggaa t 1211 



Scoring table: 0L1G0_NUC 

Gapop 60.0 , Gapext 60.0 

Searched: 22781392 seqs, 12152238056 residues 

Word size : 0 

Total number of hits satisfying chosen parameters: 

Minimum OB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Listing first 45 summaries 



45562784 



Database : 



EST: * 



1 
2 
3 
4 
5 
6 
7 
8 
9 

10 
11 
12 
13 
14 
15 
16 
17 
18 
19 
20 
21 
22 
23 
24 
25 
26 
27 
28 



cm_ estba : * 
em_esthum : * 
em_estin : * 
em_estmu : * 
em_estov : * 
em_estpl : * 
em_estro : * 
em_h t c : * 
gb_estl : * 
gb__est2 : * 
gb_htc: * 
gb_est3 : * 
gb_est4 : * 
gb_est5 : * 
em_est f un : * 
em_estom : * 
em_gss_hum: * 
em_gss_inv: * 
em gss pin:* 
em_gss_ vrt : * 
em_gss_f un : * 
em_ gss_mam: * 
em_gss_mus : * 
em_gss_pro : * 
em_gss_rod: * 
em_gss_phg : * 
em_gss_vrl : * 
gb_gssl : * 



29: gb_gss2:* 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 

SUMMARIES 

% 

Result Query 

No. Score Match Length DB ID Description 
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GenCore version 5.1.6 
Copyright (c) 1993 - 2003 Compugen Ltd. 



OM nucleic - nucleic search, using sw model 
Run on: 



Title: 

Perfect score: 
Sequence : 



September 21, 2003, 22:08:32 ; Search time 340 Seconds 

(without alignments) 
8761.649 Million cell updates/sec 

US-09-942-935-1 
1211 

1 gacaccaatccacagatgca ccaggctttgaaaagggaat 1211 



Scoring table: OLIGO_NUC 

Gapop 60.0 , Gapext 60.0 

Searched: 1660708 seqs, 1229959015 residues 

Word size : 0 

Total number of hits satisfying chosen parameters: 



3321416 



Minimum DB seq length: 
Maximum DB seq length: 



2000000000 



Post-processing: Listing first 45 summaries 



Database 



Publi shed_Applicat i ons_NA: * 

/cgn2_6/ptodata/l/pubpna/US07_PUBCOMB. seq: * 
/cgn2_6/ptodata/l/pubpna/PCT_NEW_PUB. seq: * 
/cgn2_6/ptodata/l/pubpna/US06_NEW_PUB. seq: * 
/cgn2_6/ptodata/l/pubpna/US06_PUBCOMB. seq: * 
/cgn2_6/ptodata/l/pubpna/US07^NEW_PUB. seq: * 
/cgn2_6/ptodata/l/pubpna/PCTUS_PUBCOMB. seq: " 
/cgn2_6/ptodata/l/pubpna/US08_NEW_PUB. seq: * 
/cgn2_6/ptodata/l/pubpna/US08_PUBCOMB. seq: * 
/cgn2_6/ptodata/l/pubpna/US09A_PUBCOMB. seq: * 
/cgn2_6/ptodata/l/pubpna/US09B_PUBCOMB. seq: 
/cgn2_6/ptodata/l/pubpna/US0 9C_PUBCOMB. seq: 
/cgn2_6/ptodata/l/pubpna/US09_NEW_PUB. seq: * 
/cgn2_6/ptodata/l/pubpna/US10A_PUBCOMB. seq: 
/cgn2_6/ptodata/l/pubpna/US10B_PUBCOMB. seq: 
/cgn2_6/ptodata/l /pubpna/US10_NEW_PUB . seq : " 
/cgn2_6/ptodata/l/pubpna/US60_NEW_PUB. seq: * 
/cgn2_6/ptodata/l/pubpna/US60_PUBCOMB. seq: * 



1 

2 
3 
4 
5 
6 
7 
8 
9 

10 
11 
12 
13 
14 
15 
16 
17 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 



A* 



SUMMARIES 



Result 



Query 





No. 


Score 


Match 


Length 


DB 


ID / 




1 


1211 


100. 


.0 


1211 


10 


US-09-942-935-1 / 




2 
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100, 


,0 
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10 


US-09-738-626-1*/ 




3 
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49. 


,8 
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10 
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,0 
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10 
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c 
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21 
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.7 
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9 


US-09-847-852-1 


c 


8 


21 


1. 


, 7 
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14 


US-10-293-702-1 


c 


9 


19 


1. 
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14 


US-10-156-761-1964 


c 


10 
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. 6 


1709 


9 


US-09-939-980-188 




11 


19 


1, 


.6 


6378 


12 


US-1 0-31 1-455-149 




12 


19 


1. 


. 6 


9025608 


14 


US-10-156-761-1 


c 


13 


18 


1. 


, 5 


434 


13 


US-10-02 7-632-8 62 08 


c 


14 


18 


1, 


.5 


434 


13 


US-10-027-632-178940 


c 


15 


18 


1. 


,5 


567 


14 


US- 10-15 6-7 61 -5054 


c 


16 


18 


1 , 


.5 


648 


13 


US-10-027 -632-8 94 7 


c 


17 


18 


1, 


,5 


678 


13 


US- 10-02 7 -632-2 7 38 5 5 




18 


18 


1. 


.5 


74 9 


13 


US- 10-027-632-1 1318 




19 


18 


1 , 


.5 


749 


13 


US-10-027- 632-1 1319 


c 


20 


18 


1, 


.5 


2000 


10 


US-09-887-576-852 


c 


21 


18 


1, 


.5 


119596 


14 


US- 10-270-336-3 


c 


22 


17 


1, 


.4 


116 


10 


US-09-966-880A-14 


c 


23 


17 


1. 


.4 


120 


10 


US-09-969-373-1351 




24 


17 


1, 


.4 


173 


9 


US-09-8 64-7 61-268 99 


c 


25 


17 


1, 


A 


243 


10 


US-09-87 8-57 4-10603 


c 


26 


17 


1, 


. 4 


389 


10 


US- 0 9- 7 8 3-5 90- 108 7 9 




27 


17 


1, 


.4 


407 


13 


US-1 0-027-632-74758 


c 


28 


17 


1, 


.4 


456 


9 


US-09-770-444-540 




29 


17 


1, 


.4 


458 


9 


US-09-864-761-10264 




30 


17 


1 , 


.4 


458 


9 


US-09-864-761-14121 


c 


31 


17 


1, 


. 4 


4 65 


13 


US-1 0-02 7-632-2 0382 


c 


32 


17 


1, 


.4 


479 


10 


US-0 9-92 4-035A-158 




33 


17 


1 , 


.4 


479 


13 


US- 10-027 -632-5 32 38 


c 


34 


17 


1. 


. 4 


539 


10 


US-09-321-801-18 




35 


17 


1. 


.4 


542 


14 


US-10-106-698-4281 




36 


17 


1, 


.4 


559 


13 


US-10-027-632-39555 




37 


17 


1. 


. 4 


565 


13 


US-10-027-632-80791 




38 


17 


1, 


.4 


565 


13 


US-10-027-632-109721 




39 


17 


1, 


.4 


565 


13 


US-10-027-632-301672 


c 


40 


17 


1, 


. 4 


573 


14 


US-10-156-761-884 




41 


17 


1, 


.4 


585 


13 


US-10-027-632-207083 




42 


17 


1, 


.4 


589 


13 


US-10-027-632-73937 


c 


43 


17 


1. 


. 4 


602 


13 


US-10-027-632-275824 




44 


17 


1, 


.4 


609 


13 


US-10-027-632-205007 


c 


45 


17 


1. 


.4 


614 


13 


US-10-027-632-227649 



Description 



Sequence 1, Appli 

Sequence 1, Appli 
Sequence 3416, Ap 
Sequence 3418, Ap 
Sequence 3417, Ap 
Sequence 3414, Ap 
Sequence 1, Appli. 
Sequence 1, Appli 
Sequence 1964, Ap 
Sequence 18 8, App 
Sequence 14 9, App 

Sequence 1, Appli 
Sequence 86208, A 
Sequence 178940, 
Sequence 5054, Ap 
Sequence 8947, Ap 
Sequence 273855, 
Sequence 11318, A 
Sequence 11319, A 
Sequence 852, App 
Sequence 3, Appli 
Sequence 14, Appl 
Sequence 1351, Ap 
Sequence 26899, A 
Sequence 10603, A 
Sequence 10879, A 
Sequence 74758, A 
Sequence 54 0, App 
Sequence 10264, A 
Sequence 14121, A 
Sequence 20382, A 
Sequence 158, App 
Sequence 53238, A 
Sequence 18, Appl 
Sequence 4281, Ap 
Sequence 39555, A 
Sequence 80791, A 
Sequence 109721, 
Sequence 301672, 
Sequence 884, App 
Sequence 207083, 
Sequence 73937, A 
Sequence 275824, 
Sequence 205007, 
Sequence 227649, 



ALIGNMENTS 



RESULT 1 
US-09-942-935-1 



GenCore version 5.1.6 
Copyright (c) 1993 - 2003 Compugen Ltd. 



OM nucleic - nucleic search, using sw model 
Run on: 



Title: 

Perfect score: 
Sequence : 

Scoring table: 



Searched : 
Word size 



September 21, 2003, 19:57:12 / Search time 92 Seconds 

(without alignments) 
5809.945 Million cell updates/sec 

US-09-942-935-1 
1211 

1 gacaccaatccacagatgca ccaggctt tgaaaagggaat 1211 

OLIGO_NUC 

Gapop 60.0 , Gapext 60.0 
569978 seqs, 220691566 residues 
0 



Total number of hits satisfying chosen parameters: 1139956 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Listing first 45 summaries 

Database : Issued_Patents_NA : * 

1 : /cgn2_6/ptodata/2/ina/5A_COMB.seq: * 

2: /cgn2_6/ptodata/2/ina/5B_COMB. seq: * 

3 : /cgn2_6/ptodata/2/ina/6A_COMB. seq: * 

4 : /cgn2_6/ptodata/2/ina/6B_COMB. seq: * 

5: /cgn2_6/ptodata/2/ina/PCTUS_COMB. seq: * 

6 : /cgn2_6/ptodata/2/ina/backf ilesl . seq : * 

Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 

SUMMARIES 



Result Query 

No. Score Match Length DB 



ID 



Description 



c 
c 

c 
c 
c 
c 



1 

2 
3 
4 
5 
6 
7 
8 
9 
10 
11 



19 
19 
19 
19 
18 
18 
17 
17 
17 
17 
17 



963 
1431 
1707 
1709 
2069 
1230025 
404 
404 
404 
495 
528 



US-09-252- 
US-09-252- 
US-09-252- 
US-08-936- 
US-07-921- 
US-09-198 
US-08-951- 
US-09-174- 
US-09-686- 
TJS-09-252- 
US-08-687- 



991A-2989 

991A-2787 

991A-3180 

165A-188 

178A-1 

-452A-1 

648-33 

437-33 

055A-33 

991A-15616 

080-83 



Sequence 
Sequence 
Sequence 
Sequence 
Sequence 

Sequence 
Sequence 
Sequence 
Sequence 
Sequence 
Sequence 



2989, Ap 
2787, Ap 
3180, Ap 
188, App 
1, Appli 

1, Appli 
33, Appl 
33, Appl 
33, Appl 
15616, A 
8 3, Appl 



